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RAW SEQUENCE LISTING DATE: 01/04/2001 

PATENT APPLICATION: US/09/7 35,138 TIMK: 09:31-:42 

Input Sot. : A:\TSRI548Dl.txt 

Output Set: N:\CRF3\01042001\l735i38.raw 



SEQUENCE LISTING . 
4 (1) GKNERAL INFORMATION: 

6 (i) APPLICANT: Sutcltffe, J. Gregor 

' • 7 Gautvik, Kaare M. 

8 fje Lecea, Luis 

9 Bloom, Floyd E. 

10 Danielson, Patria E. 

11 Kilduff, T.S. 

.12 Gautvik, Vigdis T. 

13 . Foye, Pamela E. 

15 (ii) TITLE OF INVENTION: Hypotha lamus -Specif ic Polypeptides 
17 . (ii.l) NUMBER OF SEQUENCES: 15 

19 (iv) COURESPONDENCE ADDRESS: 

20 (A). ADDRESSEE: Olson & Hierl, Ltd. 

21.^. (B) STREET: 20 North Wacker Drive, 36th Floor 

22 (C) CITY: Chicago 

23 (D) STATE: IL 

24 (E) COUNTRY: USA 

25 (F) ^IP: 60606 

27 (V) COMPUTER READABLE FORM: 

28 (A) MEDIUM TYPE: Floppy disk 

29 (B) COMPUTER: IBM PC compatible 

30 ' (C) OPERATING SYSTEM: PC- DOS/MS -DOS 

31 (D) SOFTWARE: Patentin Release I'fl.O, Version #1.30 
33 (vi) CURRENT APPLICATION DATA: 

C--> 34 (A) APPLICATION NUMBER: US/09/735,138 

C--> 36 (B) FILING DATE: 12-Dec-2000 

42 (C) CLASSIFICATION: 

39 (vii) PRIOR APPLICATION DATA: . 

40 . (A) APPLICATION NUMBER: 60/023,220 

41 (B) FILING DATE: 02- AUG -1996 
44 (viii) ATTORNEY/AGENT INF0RI4ATI0N : 

4 5 (A) NAME: Talivaldis Ceparit.is 

4 5 (B) REGISTRATION NUMBER: 20,818 

4 7 (C) REFERENCE/DOCKET NUMBER: TSRI 548.1 DIV . 1 
.49 Cix) TELECOMMUNICATION INFORMATION: 

50 - (A) TELEPHONE: 312 -5H0- 1180 ' 

5.1 (B) TELEFAX: 312-580-1189 
54 (2) INF0Fi4ATT0N FOR SEQ ID NO; 1: 

56 (i) SEQUENCE CHARACTERISTICS: 

5 7 (A) LENGTH: 13 0 amino acids 

58 (B) TYPE: amino acid 

59 (C) STRANDEDNESS : 

60 (D) TOPOLOGY: unknown 
62 ^ (ii) MOLECULE TYPE: protein 

6 4 ^ (ill) FfYPOTHETICAL: NO 
6 6 (iv) ANTT- SENSE: NO 



OIPE 
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RAW SEQUENCE LASTING DATJi^ ; 01/04/2001 

PATKNT APPLICATION: US/09/7 3 5, 13 8 TIMK: 09:31:42 



inpur: set : Ai\TSRl54 8Dl.txt 

Output. Set: N:\CRF3\01042001\I735138 ;raw 



69 


(XL) 


SEJOUENCE 


DESCKIPTION : 


SEQ ID 


NO: 


1: 
















71 




Met 


Asn 


IjCU 


Pro 


Ser 


Thr 


Lys 


Val 


Pro 


Trp 


Ala 


Ala 


Vol 


Thr 


Lou 


Lgu 


7 2 




]. 








5 










10 










15 




in 




Lgu 


Leu 


Leu 


Leu 


Leu 


Pro 


Pro 


Ala 


Leu 


Leu 


Ser 


Leu 


Gly 


Val 


Asp 


Ala 


75 










20 










2 5 










30 






11 




Gin 


Pro 


Leu 


I'ro 


Asp 


Cys 


Cys 


Ary 


Gin 


Lys 


Tiir 


Cys 


Ser 


Cys 


Arg 


Leu 


78 . 








35 










40 










45 








80 




Tyr 


Glu 


Leu 


Leu 


His 


Gly 


A].a 


Gly Asn 


His 


A, la 


Ala 


Gly 


Tie 


Leu 


Tiir . 


8.1 






50 










55 










60 










83 




Leu 


Gly 


Lys 


ArcT 


Arg 


Pro 


.Gly 


Pro 


Pro 


Gly 


Lgu 


Gin 


Gly 


Arg 


Leu 


Gin 


84 




65 










70 










75 










80 


86 




Arq 


Leu 


Leu 


Gin 


Ala 


Asn 


Gly 


Asn 


His 


Ala 


Ala 


Gly 


lie 


Leu 


Tlir 


Met 


87 












85 










90 










9 5 




tt') 




Gly 


Arq 


Arq 


Ala 


Gly 


Ala 


Glu 


Lnu 


Glu 


Pro 


Tyr 


Pro 


Cys 


Pro 


Gly 


Ary 


90 










100 










105 










110 






92 




Arq 


Cys 


Pro 


Thr 


Ala 


Thr 


Ala 


Thr 


Ala 


Leu 


Ala 


Pro 


Arg 


Gly 


Gly 


Ser 


9 J 








115 










120 










125 








95 




Arg 


Val 






























96 






130 






























99 (2) 


INFORMATION FOR SEQ ID 


NO: 


2: 






















301 


(i-) 


SEQUENCE 


CHARACTERISTICS 






















102 ■ 




(A) 


LENGTH : 


130 


amino acids 




















103 




(B) 


TYPE: amino 


acid 






















101 




(C) 


STRANDEDNESS : 
























105 




(D) 


' TOPOLOGY: unknown 






















107 


(ii) 


MOLECULE 


TYPE: protein ■ 






















109 


(iii) 


HYPOTHETICAL 


: NO 


























.11.1 


(iv) 


ANTI 


-SENSE: 


NO 


























114 


(xi) 


SEQUENCE 


DESCRIPTION 


: SEQ ID 


NO: 


2 : 
















116 




Met 


Asn 


Phe 


Pro 


Ser 


Thr 


Lys 


Vai 


Pro 


Trp 


Ala 


Ala 


Val 


Thr 


Leu 


Leu 


117 




1 








5 










10 










15 




119 




Leu 


Leu 


Leu 


Leu 


Leu 


Pro 


Pro 


Ala 


Leu 


Leu 


Ser 


Leu 


Gly 


Val 


Asp 


Ala 


120 










20 










25 










30. 






122 




Gin 


Pro 


Leu 


Pro 


Asp 


Cys 


Cys 


Arg 


Gin 


Lys 


*J'hr 


Cys 


Ser 


Cys 


Arq 


Leu 


123 








35 










40 










45 








.125 




Tyr 


G.lu 


Leu 


Leu 


His 


Gly 


Ala 


Gly 


Asn 


H Is 


Ala 


Ala 


G.Ly 


lie 


Lgu 


Thr 


126 






50 










55 










60 










128 




Leu 


Gly 


Lys 


Arq 


Arg 


Pro 


Gly 


Pro 


Pro 


Gly 


Leu 


Gin 


Gly 


Arg 


Leu 


Gin 


.129 














70 










75 










80 


131 




Arcj 


Leu 


Leu 


Gin 


Ala 


Asn 


Gly 


Asn 


His 


Ala 


Ala 


Gly 


lie 


Leu 


Thr 


Met 


132 






■ Airg 






85 










90 










95 




134 




Gly 


Arg 


Ala 


Gly 


Ala 


Glu 


Le u 


Glu 


Pro 


His 


Pro 


cys 


Ser 


Gly 


Arg 


135 










100 










105 










11 0 






137 




Gly 


Cys 


Pro 


Thr 


Val 


Thr 


Thr 


Thr 


Ala 


Leu 


Ala 


Pro 


Arg 


Gly 


Gly 


Ser 


138 








1.15 










120 










125 








140 




Gly 


Val 






























141 






130 































I'M (2) INFORMATION FOR SEQ ID NO: 3: 
146 (i. ) SRQUfJNCfJ CHARACTKRISTICS : 
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RAW SEQUENCE LISTING OATJi : 01/04/2001 

PATENT APPLICATION: US/09/735,138 TIME: 09:31:42 

InpuL St?t : A:\TSRI548Dl.txt 

Out.put Set; N:\CRF3\01042001\l735138.raw 



147 (A) LKNGTH; 569 basG pairs 

148 (B) TYPK: nuclG'ic QCi.d 

149 (C) STRANDKDNESS: single 

150 (D) TOPOLOGY: unknown 
152 (ii) MOt.ECULK TYPK: cDNA 
154 (ill) HifPOTHh:TJCAL: NO 

156 (iv) ANTl-StDNSh': NO 

159. (xi.) Sf^OUJ:;NCfi: Dl^SCHlPTiON : SPJQ ID NO: 3: 

161 TAAGACGACG GCCTCAGACT CCTTGGGTAT TTGGACCACT CCACCGAAGA TACCATCTCT 60 

163 CCGGATTACC TCTCCCTGAG CTCGAGACAC CATGAAGCTT CCTTCTACAA AGGTTCCCTG 120 

165 GGCCCCCGTG . ACGCTGCTGC TGCTGCTACT GGTGCCGCCG GCGCTGCTGT CGCTTGGGGT IBO 

167 GGAGGCGCAG CGTCTGCGCG ACTGCTGTCG CCAGAAGAGG TGTTGCTGCC GGGTCTACGA 240 

169 ACTGTTGCAC GGAGCTGGCA ACCACGCCGC GGGCATCCTC ACTCTGGGAA AGCGGCGACC ' 3 00 

171 TGGACGCCGA GG'IGTCCAAG GACGGGTGGA GCGGGTCCTT CAGGCGAACIG GTAACCACGC 360 

173 AGCTGGGATC CTGAGGATGG GCCGCGGGGC . AGGCGCAGAG CTAGAGCGAT ATCCCTGCCC * 4 20 

175 TGGTCGCGGC TGTCGGACTG CAACCGCCAC CGCTTTAGGG CCCCGGGGCG GATCGAGAGT 4 80 

177 CTGAACCCGT CTTCTATCCC TGTGCTAGTC CTAACTTTCC CCTCTCCTCG CCAGTCCCTA 540 

179 GGGAATAAAG AGGTTTCTGT GTTGGTGTG 569 

182.(2) INFORMATION ' FOR SEQ ID NO : 4 : 

184 (i) SEQUENCE CHARACTERISTICS: 

185 (A) LENGTH: 582 base pairs 
■186 (B) TYPE: nucieic acid 

187 (C) STRANDEDNESS : S. ingle 

1R8 CD) TOPOLOGY: linear 

190 (;ii) MOlibXULE TYPE:.cDNA' 

192 (iii) HYPOTHETICAL: NO . . • 

194 (iv) ANTT- SENSE: NO 

196 (V) FRAGMENT TYPE: N- terminal f 

190 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4; 

201 TAAGACGACG GCCTCAGACT TCTTGGGTAT TTGGACCACT GCACTGAAGA GATCATCTCT 60 

203 CCAGATTACT TTCCCCTGAG CTGCAGGCAC CATGAACTTT CCTTCTACAA AGGTTCCCTG 120 

205 {JGCCGCCGTG ACGCTGCTGC TGCTGCTACT GCTGCCACCG GCGCTGCTGT CGCTTGGGGT 180 

207 GGACGCACAG CGTCTGCGCG ACTGCTGTCG CCAGAAGAGG TGTTCCTGCC GTCTCTACGA 240 

209 ACTCn'TGCAC GGAGCTGGCA ACCACGCTGC GGGTATCCTG ACTC']'GGGZW\ A(]CGGCGGCC 3 00 

211 TGGACC:TCCA GGCCTCCAGG GACGGCTGCA GCGCCTCCTT CAGGCCAACG GTAACCACGC 360 

213 AGCTCGCATC CTGACCATGG GCCGCCGCGC AGGCGCAGAG CTAGAGCCAC ATCCCTGCTC 4 20 

215 TGGTCGCGGC TGTCCGACCG TAACTATCAC CGCTTTAGCA CCCCGGGGAG GGTCCGGAGT 4 HO 

217 TTGAACCCAT CTTCTATCCT TGTCCTGATC CAAACTTCCC CCTCTGCTCG CCGCTGTCAG 54 0 

219 TCTCTTGGTA AATGGCAATA AAGACGTTTC TCTGTTGGTG TG 562 

2 22 (2) INFORMATION FOR SEQ ID NO: 5: 

224 (i) SEQUENCE CHARACTERISTICS: 

225 . (A) LENGTH: 1458 base pairs- 

226 (B) TYPE: nucleic acid 

2 27 (C) STRANDEDNESS: single 

228 (D) TOPOLOGY: Linear 

2 3 0 ( i i ) MO LEG ULE TYPE: OD NA 

2 32 (iii) HYPOTHETICAL: NO 

2 34 (iv) A^fTT- SENSE: NO 

236 (V) FRAGMENT TYPE: N- terminal 
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RAW SEQUENCE LISTING DAT hi : 01/04/2001 

PATl'JNT APPLICATION; US/09/7 35 , 13 8 TIME: 09:31:42 

Tn pur: Set : A:\TSRl548Dl.txt 

Ontfut. Set: N:\CRF3\01042001\I735138 .raw 



2 39 (xi) SEQUKNCK DESCRIPTION: SKQ ID NO: 5: 

241 GC TAG GAG AC ATTGCGCCGG CCCTCGCCGC GTTGGCAGCA GCTGCAGACA TGCTGCTGCT 60 

24 3 CAAGAAACAG ACGGAGGACA TCAGCAGTGT CTATGAGATC CGGGAGAAGC TGGGCTCGGG 12 0 

215 ■ TGCCITTCTCT GAGGTGATGC TGGCCCAGGA AAGGGGC'J'CT GCTCATCTTG TGGCCCTCAA IBO 

24 7 GTGCATTCCC AAGAAAGCAC TTCGGGGCAA GGAGGCCCTG GTGGAGAATG AGATCGCAGT 24 0 

24 9 ACTCCGCAGG A'J'TAGCCACC CCAACATTG'l' GGCTCTGGAG GACG'I'CCACf^ AGAGCCC'i'TC 300 
2 5 1 CC ATC TCT AC ' TTGGC C ATGG AG C TG G T A AC AG G TG G TG AA C TG TTTG ACC G AATC A TG G A ^ 3 6 0 

25 3 GCGGGGCTCC TACACAGAGA AGGATGCGAG CCACCTTGTA GGGCAGGTCC TTGGTGCTGT ' 4 20 
2 55 . CTCCTACCTT CATAGCCTGG GCATCGTGCA CCGGGACCTC AAGCCTGAAA ACCTCCTCTA 480 
2 57 T(JCCACACCT TTTGAGGACT CCAAGATCAT GGTCTCT(]AC TTTGGCCTGT CCAAAATTCA 54 0 
2 59 • AGCTGGCAAC ATGCTAGGCA CAGCCTGTGG GACCCCAGGA TATGTGGCCC CAGAGCTCCT 600 
261 GGAGCAGAAA CCCTACGGGA AGGCCGTAGA TGTGTGGGCC CTGGGTGTCA TCTCCTACAT G6 0 
263 CCl-GCTGrGT GGCl'ACCCCC CCTTCTATGA TG AG AG CG AT CCTGAACTCT TCAGCCAGAT 7 20 
2 65 TCTGAC;GGCC AGCTACGA(;T TTGACTCTCC CTTTTGGGAT C^ACATCTCAG AATCAGCCAA 7B0 
267 AGACTTCATT CGGCACCTTC TGGAACGTGA TCCCCAGAAG AGGTTCACCT GCCAACAGGC 840 
2 69 CTTACAGCAT CTCTGGATCT CTGGGGATGC AGCCTTGGAC AGGGACATCC TAGGTTCTGT 900 
271 CAGTGAGCAG ATCCAGAAGA ATTTTGCCAG GACCCACTGG AAGCGTGCAT TCAATGCCAC 960 
273 ATCATTCCTA CGTGACATCC GTAAGCTGGG ACAGAGCCCA . GAGGGTGAGG AGGCCTCCAG 102 0 
275 GCAGGGTATG ACCGGTCACA GCCACCCAGG CCTTGGGACT AGCCAGTCTC CCAAGTGGTG 108 0 
277 ACAACCAGGT GGATGCCAAG GAAGGCCAAG TGGACTGACT CCTAGCTTTT CTTTCCTGGA 114 0 
279 GCCCTTTTGA TCTCCTTCCC TGATCCTTGT 'CCCCCGGACT GGCCTCTGTT GGAAAGTCCA 120 0 
281 AGACCGTGGG TGTGATGCAT GGCACTGGGG TATGGGGCTT CCCAAGTATG TCCCCAGCCT 120 0 
283 CTGTCCTTTG TTGCTGCCAC CCTCTATGGA AACTGAGGAG GTATTCAAAA ATGGATTTGG 1320 
28 5 GGGCCATCCT TCCTGCACCT TGCACGCACA TAt'gCATTGC GTGGCTGTTC TGTGCTTTGC 138 0 
287 TGACTGTGGG TGGTCCTGCT TGTGTTGTAG CCCTTTAGTT CCTCCTCTTT CCAACCAATA 144 0 
289 AAGACAAACA GAACAATG 14 5 H 
2 92 (2) INFORMATION P'OR SEQ ID NO: 6: 

2 94 , (i) SEQUENCE CHARACTEKTSTICS : 

295 (A) LENGTH: 103 amino acids 

296 (B).TYPE: amliio acid 

297 (C) STRANDEDNESS : 

2 98 (D) TOPOLOGY: unknown 
300 (.ii) MOLECULE TYPE: protein 
302 (lii) HYPOTHETICAL: NO 

3 04 (iv) ANTI -SENSE: NO 

307 (xi) SEQUENCE DESCRIPTION: SEQ TD NO: 6: 

30 9 Leu Gly Val Asp Ala Gin Pro Leu Pro Asp Cys Cys Arcj Gin Lys Thr 

310 1 5 10 15 

312 Cys Ser Cys Arg Leu Tyr Glu Leu teu His Gly Ala Cily Asn His Ala 

313 ^ ^20* ' 25 30 

315 Ala Gly lie Leu Thr Leu Gly Lys Arcj Arg Pro Gly Pro Pro Gly Leu 

316 ' ■ 35 . 40 45 

318 • Gin Gly Arg Leu Gin Arg Leu Leu Gin Ala Asn Gly Asn li Is Ala Ala 

319 50 55 60 

321 Gly Tie Leu Thr Met Gly Arg Arg Ala Gly Ala Glu Leu Glu Pro Tyr 

322 65^ 70 .75 80 

3 24 Pro Cys Pro c;ly Arg Arg Cys Pro Thr Ala Thr Ala Thr Ala Leu Ala 

325 ' 85 90 95 . 

32 7 Pro Arg Gly Gly Ser Arg Val 
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RAW SEQUENCE LISTING OATJi: : 01/04/2 001 

PATENT APPLICATIOM: US/09/73 5,13 8 TIME: 09:31:42 

input: S*:^1: : A:\TSRl54 8Di.txt 

OlitpuL Set; N:\CRF3\01042001\X735138.xaw 



328 100 
i'M (2) INrORMATION FOK SEQ ID NO; 7; 

^:i :i ( i. ) S rjQUKNCIi CHARACTlilR V STI CS : 

-HM (A) LENGTH: 39 amino acids' 

.335 (B) TYPE: amino acid 

336 (C) STKANDilDMKSS : 

337 (O) TOPOLOGY: LUiknown 
M'i (11) MOLtiCUTJ!; TVPK; protein 
341 ( i i i ) U POTH fcJT 1 C A i ^ ; NO 

34 3 (iv) ANTi-SKNSK: NO' 

34G (xi) SEQUENCE DISSCRIPTION : SEQ ID NO: 7; 

34 8 ue u G 1 y Va ]. Asp Ala Gin Pro J.-e ii Pro Asp C y s C v s A r q .Gin Lv s T }i r 

349 .1 5 10 ^ 15 

351 Cys Ser Gys Arg Leu Tyr Glu Leu Leu His Gly Ala Gly Asn His Ala 

352 20 25 ^ 30 

354 Ala Gly lie Leu Thr Leu Gly 

355 35 

35B (2) INF(n^4ATIi)N POK SEQ ID NO; 8: 

360 (i) SEQUENCE CHARACTERISTICS: 

361 (A) LENGTH: 38 diiiino acids 

362 (B) TVPE; amino acid 

363 (C) STRANDED^fESS : 

364 (D) TOPOLOGY: unknov/n 
366 (11) MOLKCULE TYPE: protein 
36B (iil) HYP0THF.:TICAL: NO 

370 (iv) ANTI- SENSE; NO 

■373' (xi) SEQUENCE DESCRIPTION: SEQ TO NO : 8 : 

375 Leu Gly Vai Asp Ala Gin Pro Leu Pro Asp Cys Cys Arg Gin Lys Thr 

3 76 1 5 ■ 10 15 

377 Cys Ser Cys Arg Leu Tyr Glu Leu Leu His Gly Ala Gly Asn His Ala 

37B 20 25 30 

3 79 Ala Gly Tie. Leu Thr Leu 

380 • 35 

3 83 ( 2 ) I NFOl^I AT ION FOR SEQ ID NC ) : 9 : 

385 (i) SEQUENCE CHARACTERISTICS; 

306 (A) LENGTH: 28 amino acids 

387 (B) TYPE; amino acid 

388 (C) STRANDEDWESS : 

3H9 (D) TOPOLOGY; unknown 
391 . (il) MOLECtrLE TYPE: proLoln 
3 93 (ill) H Y POTH E T T C AL : NO 

395 (iv) ANTI- SENSE: NO ' : _ 

3 98 ( X i ) S EQU E NCE DESC R I PT I ON : S EQ I D NO : .9 : ■ 

4 00 Pro Gly Pro Pro :G"J.y Leu Glu Gly Arg Leu Gin Arg Leu Leu Gin Ala 
4 01 1 5 10 ' 15 

403 Asn Gly Asn His Ala Ala Gly Tie Leu Thr Met Gly 

4 04 2 0 2 5 

4 07 (2) TNEOKMATTON FOR SF,Q ID NO: 10; 

4 09 { i. ) SEQUENCE C H AR AC T E R I S T ICS: 



0 



0 
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VERIFICATION SUMMARY DATlil : 01/04/2001 

PATENT APPLICATION: US/09/7 3 5,13 8 TIME: 09:31:^:1 

inpuL St?t ; A:\TSRl54 8Dl.txt. 

Output Set: N:\CRF3\01042001\I735138.raw 

L:34 M:220 C; Keyword misspelled or invalid format, [(A) APPLICATION NUMBER:] 
L:36 M:220 C: Keyword misspelled or invalid format, [(B) TILING DATE:] 
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